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Figure 1 

GATCAAACTTCTTTTCCATTCAGAGTCCTCTGATTCAGATTTtAATGTTAACATTTTGGAAGACAGT^^ 
TTAATAAAAATACAACTGAGATCCTTCAAATATGAAACTGGTTGGGGAATCTCCATTTTTTCAATATTATTTTCTTCTT 
TTGCTACGTATAATTATTAATATCCTGACTAGGTTGTGGTTGGAGGGTTATTACTTTTCATTTTACCATGCAGTCCAAATCTAAAC 
TG CTT CTACTGATGGTTT AC AGC AT T CTGAGATAAGAATGGT ACAT C TAGAGAACATTTG CCAAAGGC C T AAGCACAGCAAAGG AA 
AAT AAACAC AG AATATAATAAAATG AG AT AATCT AGCTTAAAACTAT AACTT CCTCTT T AGAACTC CCAAC CAC ATTTGGAT C 
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Figure 3: Protein Sequence for 101P3A1 1. V 

MVDPNGNESSATYFILIGLPGLEEAQFWLAFPLCSLYLIAVLGNLTIIYIVRTC 

STSSMPKMLAIFVVTFNSTTIQFDACLLQIFAIHSLSGMES 

AAVVRGAALMAPLPWIKQLPFC^N^ 

LILKTVLGLTTUEAQAKAFGTCVSIW 

VKTKEIRQRILRLFHVATHASEP 
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Figure 4 

Alignment of 101P3A11 (Sbjct) with mouse olfactory receptor S25 ( Query ) V \*;V/ V . 

Query: 34 GNYTWTE F I LLGLTDD I TVS VI LFVMFL I VYS VTLMGNLN 1 1 VL I RTS PQLHTPMYLFL 93 

GN + T FIL+GL L +Y + ++GNL II ++RT LH PMY+FL 

Sbjct : 6 GNESSATYFILIGLPGLEEAQFWLAFPLCSLYLIAVLGNLTIIYIVRTEHSLHEPMYIFL 65 

Query: 94 SHLAFLD IG YS S S VTP I MLRGFLRKGTF I P VAGC VAQIiC I WAFGTS E S FLLASMAYDRY 153 

L+ +DI S+S P ML F T I C+ Q+ + + ES +L +MA+DRY 

Sbjct : 66 CMLSGIDILISTSSMPKMLAIFWFNSTTIQFDACLLQIFAIHSLSGMESTVIjLAMAFDRY 125 

Query: 154 VAICSPLLYSTQMSSTVCILLVGTSYLGGWVNAWIFTGC5LNLSFCGPNKINHFFCDYSP 213 

VAIC PL ++T ++ + + + G L FC N ++H +C + 

Sbjct: 126 VAICHPLRHATVLTLPRVTKIGVAAVVRGAAL MAPLPVFI KQLPFCRSNILSHSYCLHQD 185 

Query: 214 LLKLSCSHDFSJreVIPAXSSGSIIVVTVFIIALSYV^ 273 

*++KIi+C V I S I + +1+ SY+ IL ++L + + E + KAF TC S 

Sbjct: 186 VMKIiACDDIRVlsTVVYGLIVIISAIGLDSLLISF 244 

Query: 274 HLTAVTLFFGTITFIYVMPQSSYSTDQNJC WSVFYTWIPMLNPLIYSFRNKEVKE 329 

H+ AV +F+ + FI + +S ++ ' + + + Y +V P+LNP++Y + KE+ + + 

Sbjct: 245 HVCAVFIFY- -VPFIGLSI^WHRFSKRRDSPLPVIIxANIYLLVPPVLNPIVYGVKTKEIRQ 302 

Query: 330 AMKKL 334 
+ +L 

Sbjct: 303 RILRL 307 


Figure 5: 
101P3A11 Hydrophilicity profile 

(Hopp TP., Woods K.R., 1981. Proc. Natl. Acad. Sci. U.S.A. 78:3824-3828) 
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Figure 6: 
101P3A11 Hydropathicity Profile 

(Kyte J., Doolittle R.F., 1982. J. Mol. Biol. 157:105-132) 
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Figure 7: 

101P3A11 % Accessible Residues Profile 

(Janin J., 1979. Nature 277:491-492) 
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Figure 8: 

101P3A11 Average Flexibility Profile 

(Bhaskaran R., Ponnuswamy P.K., 1988. 
Int. J. Pept. Protein Res. 32:242-255) 
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Figure 9: ^ 
101P3A11 Beta-turn Profile 

(Deleage, G., Roux B. 1987. Protein Engineering 1:289-294) 
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Figure 23: Alignment of 101P3A1 1-PHOR-l with the rat GPCR RA1C (gi|3420759). 


Identities = 179/299 (59%), Positives = 231/299 (76%), Gaps = 1/299 (0%) 

i 

PHOR: 14 FILIGLPGLEEAQFWIAFPLCSLYLIAVI^^ 73 

F+LIG+PGLEEA FW FPL S+Y +A+ GN + + + IVRTE SLH PMY* FLCML+ ID+ 
RA1C: 11 FMLIGIPGLEEAHFWFGFPLLSMYAVALFGNCIWFITOTERSIiHAPMYLFLCMLAAIDL 70 

PHOR: 74 LISTSSMPKMI^IFWFNSTTIQFDACLI^IFAIHSLSGNffiS 133 

+STS+MPK+LA+FWF+S I FDACL Q+F IH+LS +EST+LLAMAFDRYVAICHPLR 
RA1C: 71 ALSTSTMPKI LAIjFWFDSREITFDACLAQMFFIHALSAIESTILIiAMAFDRYVAICHPLR 13 0 

PHOR: 134 HATVLTLPRVTKIGVAAVVRGAALMAPLPVFIKQLPFCRSNILSHSYCT^Q 193 

HA VL +IG+ A+VRG+ PLP+ IK+L FC SN+LSHSYOHQDVMKLA D 

RA1C: 131 HAAVLNNTVTVQIG>TVALVRGSLFFFPLP 190 

PHOR: 194 IRVNWYGLIVI I SAIGLDS LLISFSYLLIL KTVLGL-TREAQAKAFGTCVSHVCAVFIF 252 

NWYGL 1+ +G+D + IS SY LI + + VL L ++ +AKAFGTCVSH+ V F 
RA1C: 191 TLPNWYGLTAILLVMGVDVMFISLSYFLI IRAVLQLPSKSERAKAFGTCVSHIGWLAF 250 

PHOR: 253 WPFIGLSMVHRFSKRRDSPLPVILANIYLLVPPVLNPIVYGVKTKEIRQRILRLFHVA 311 

YVP IGLS+VHRF D + V++ ++YLL+PPV+NPI+YG KTK+IR R+L +F ++ 

RA1C: 251 YVPLIGLSVVHRFGNSLDPIVHVLMGDVYLLLPPVINPIIYGAKTKQIRTRVLAMFKIS 309 


Figure 24: Alignment of 101P3A11-PHOR-1 with the human prostate specific 
GPCR. (gi | 13540539) 

Identities = 179/299 (59%), Positives = 233/299 (77%), Gaps = 1/299 (0%) 

PHOR: 14 FILIGLPGLEEAQFWLAFPLCSLYIjIAVIjGNIjTIIYIVR 73 

F+LIG+PGLE+A FW+ FPL S+Y++A+ GN + + + IVRTE SLH PMY+FLCML+ ID+ 
GPCR: 11 FVTilGIPGLEKAHFWGFPIJ^SMYWAMFGNCIWFI^ 70 

PHOR: 74 LISTSSMPKMIAIFWFNSTTIQFDACLLQIFAIHSLSGMESTVIjLAMAFDRWAICHPLR 133 

+ STS+MPK+LA+FWF-rS I F+ACL Q+F IH+LS +EST+LLAMAFDRYVAI CHPLR 
GPCR: 71 ALSTSTMPKILALFWFDSREISFKACLTQMFFIHALSAI^ 130 

PHOR: 134 HATVLTL PRVT KI GVAAVVRGAALMAP L P VF I KQLP F CRS N I L SHS YC LHQDVMKLACDD 193 

HA VL +IG+ AWRG+ PLP+ IK+L FC SN+LSHSYC+HQDVMKLA D 

GPCR: 131 HAAVLNNTVTAQ I G I VAWRG SLFFFPLPLLI KRLAF CH S NVL SHS YCVHQD VMKLAYAD 190 

PHOR: 194 I RVNWYGIiI VI I SAI GLDSLLI S FS YLLI LKTVLGL - TREAQAKAFGTCVSHVCAVFI F 252 

NWYGL 1+ +G+D + IS SY LI + +TVL L ++ +AKAFGTCVSH+ V F 
GPCR: 191 TLP^^^A^fGLTAILLV^lGVDVMFISLSYFIJI IRT^I^LPSKSERAKAFGTCVSHIGVVLAF 250 

PHOR: 253 YVPFIGLSMVHRFSKRRDSPLPVIL^IYLLVPPVI^PIVYGVKTKEIRQRILRLF^ 311 

YVP IGLS+VHRF + V++ + I YLL+PPV+NPI + YG KTK+IR R+L +F ++ 

GPCR: 251 YVPLIGLSVVHRFGNSLHPIVRVVMGDIYLLLPPVINPIIYGAKTKQIRTRVLAMFKIS 309 


Figure 25: Alignment with human olfactory receptor 51112 (gi| 14423 836) 

Identities = 163/304 (53%) , Positives - 214/304 (69%), Gaps = 1/304 (0%) 

PHOR: 7 NESSATYFILIGLPGLEEAQFWLAFPLCSLYLIAVLGNLTIIYIVRTEHSLHEPMYIFLC 66 

N + +F+L G+PGLE + WL+ PLC +Y +A+ GN 1+ VR E SLHEPMY FL 
H0R5: 5 NVTHPAFFLLTGIPGLESSHSWLSGPLCVOTAVALGGNTVILQAVRVEPSLHEPMYYFLS 64 

PHOR: 67 MLSGIDILISTSSMPKMLAIFWFNSTTIQFDACLLQIFAIHSLSGMESTVIjLAMAFDRYV 126 

MLS D+ IS + + + P +L F N+ I FDACL+Q+F IH S MES +LLAM+FDRYV 
HOR5: 65 MLSFSDVAISMATLPTVXRTFCLNARNITFDACLIQMFLIHFFSMMESGILLAMSFDRYV 124 

PHOR: 127 AICHPLRHATVLTLPRVTKIGVAAVVRGAALMAPLPVFIKQLPFCRSNILSHSYCLHQDV i86 

AIC PLR+ATVLT + +G+ A R + PLP IK+LP CRSN+LSHSYCLH D+ 

HOR5: 125 AICDPLRYATVLTTEVIAAMGLGAAARSFITLFPLPFLIKRLPICRSNVLSHSYCLHPDM 184 

PHOR: 187 MKLACDDIRVNVVYGLIVIISAIGLDSLLISFSYLLILKTVLGL-TREAQAKAFGTCVSH 245 

M+LAC DI +N +YGL V++S G+D I SY+LIL++V+ +RE + KA TCVSH 
HOR5: 185 MRLACADISINSIYGLFVLVSTFG>IDLFFIFLSYvIjILRSVMATASREERLKALNTCVSH 244 

PHOR: 246 VCAVFIFYVPFIGLS^m^RFSKRRDSPLPVIIANIYLLVPPVLNPIVYGVKTKEIRQRIL 3 05 

+ AV FYVP IG+S VHRF K + V+ ++N+YL VPPVLNP++Y KTKEIR+ I 

HOR5: 245 IIJWLAFYVPMIGVSTVHRFGKHVPCYIHVI^ 304 


PHOR: 306 RLFH 309 
R+FH 

HOR5: 305 RMFH 308 
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Figure 40A-40F 



Fig. 40D. LNCaP, 400X 



Fig. 40B. Prost ate Cancer, 400X 
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Fig.40E. Prostate, 400X 
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Fig 40C. Prostate Cancer, 2Q00X 
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Fig. 40 F. Prostate, 2000X| V^^Sj^jl 
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Fig.41A Prostate Cancer, 800X 
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Fig.41B Bladder Cancer, 800X p i^ ^ 
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Fig.41E Lung Cancer, 800X 



Fig.41F Breast Cancer, BOOxJ y^^ 




